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PILEUP Multiple Sequence Alignment 

Symbol comparison table: blosum62.cmp CompCheck: 1102 

GapWeight: 8 GapLengthWeight : 2 

BB1410SID4_pileup_121608.txt MSF: 351 Type: P January 5, 2007 10:34 
Check: 7274 .. 

BB1410SID6 p0016.ctsas50r corn EST (ELECTED sequence) 

BB1410sid8 p0016.ctsas50r corn FIS (ELECTED sequence) 

BB1410sidl6 scrlc . pkOOl . d2 /ses4d . pk0033 . c8 contig soy clones 

BB1410sidl8 scrlc .pkOOl . d2 soy FIS 

BB1410sid20 ses4d . pk0033 . c8 soy FIS/CGS 

BB1410sidl2 p0083 . cldev71r corn EST 

BB1410sidl4 p0083 . cldev71r corn FIS 

BB1410SID4 cpilc.pk012.pl9 corn FIS/CGS 

BB1410sid2 cpglc.pk006.bl6/cpilc.pk012.pl9 contig corn clones 

BB1410sid22 sgs5c .pk0002 . f2 soyCGS 

BB1410sid24 ssm.pk0060 .h4 FIS/NCBI GI#4395781 contig 

BB1410sid25 A. thaliani NCBI GI#4090200 

BB1410sidlO p0058 . chpab57r corn FIS/CGS 

FORMATTING to identify conserved regions S/or residues: 

Identical or conservative aa residues as compared to SEQ ID NOs : 6&8 
shown in BOLD & ||f§|fl§l; Homeobox domain |boxed| 

Conservative aa substitutions: McKay et al . (1996) Genomics 36:305-315. 
See Figure 2 legend - (P, A, G, S, T) ; (E, D, N, Q) ; (V, I, L, M) ; (F, 
W, Y) ; (R, K, H) 

1 50 
RRiamcjTnK 



BB1410sid22 MKVHQFARG . FWEHEPSLTL GCKRLRPLAP KLSNTDTISP PHHPVTTFDL 

BB1410sid24 MKVHQFTRGL IWEHEPFLTL GCKRLRPLAP KLPNTKTITT P FDL 

BB1410sid25 

BB1410sidlO 
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51 100 

BB1410SID6 — MAANAGGG GAGGGSGSGS VAAPAVCRP lS GSRWTFTPEg 

BB1410sid8 MAANAGGG GAGGGSGSGS VAAPAVCRp |s GSRWTPTPEQ 

BB1410sidl6 --^---meII HS||eDe1|w k11HaH.|| VS|i|i|Kl| 

BB1410sidl8 ~| HS|§EDEl||w k|||§AH.|1 Vs|||i|K|l 

BB1410sid20 MESH ||d|eIe7".'. .7nVRTH.|| Vs|||i|K|l 

BB1410sidl2 ---------| 

BB1410sidl4 W§1|k1| 

BB1410SID4 MEAL slRVfVKC . . . Gll|N§|l|§| 

BB1410sid2 ME|l slRvffvKC . . . G^N^^| 

BB1410sid22 KSFIKPESAS RKiUlGllDD n|nKRd1|H q1q§ETHI|1 iH§N^|;Qli 

BB1410sid24 KSFIRPESGP RK."7|v||dD .".|KKd|||| q|qIETH . |^J|||n||q|| 

BBi4i0sid25 meppq hqhhhhq|dq es|nnnnk|| s||y|crq || 

BBi4iOsidio ~~~ ~~~~me|§l| perh§aae§v r|||||k||| 

101 150 
BB1410SID6 [ iRMLKELYYG CGIR5PSSEQ IQRITAMLRQ HGKIEGKNVF YWFQNHKARE 
BB1410sid8 |lRMLKELYYG CGIRSPSSEQ IQRITAMLRQ HGKIEGKNVF YWFQNHKARE 

BB1410sidl6 IDMLENF.YK QGIRTPSTEQ IQQITSRLRA YGYIEGKNVF YWFQNHKARQ 
BB1410sidl8 IDMLENF.YK QGIRTPSTEQ IQQITSRLRA YGYIEGKNVF YWFQNHKARQ 
BB1410sid20 IDMLENL.YK QGIRTPSTEQ IQQITSRLRA YGHIEGKNVF YWFQNHKARQ 
BB1410sidl2 VAVLEGL.YE HGLRTPSAEQ IQQITGRLRE HGAIEGKNVF YWFQNHKARQ 
BB1410sidl4 VAVLEGL.YE HGLRTPSAEQ IQQITGRLRE HGAIEGKNVF YWFQNHKARQ 
BB1410SID4 VKVLTEL.FR AGLRTPSTEQ IQRISTHLSA FGKVESKNVF YWFQNHKARE 
BB1410sid2 iii|Tll.|R A||||l|l|i|||ll||lliNQ|sA F^gIn^^l'' LTGPKQ^^ 
BB1410sid22 IGILEML.YR GGMRTPNAQQ IEQITAQLSK YGKIEGKNVF YWFQNHKARE 
BB1410sid24 IGILEML.YK GGMRTPNAQQ IEQITVQLGK YGKIEGKNVF YWFQNHKARE 
BB1410sid25 [iKILKELYYN NAIRSPTADQ IQKITARLRQ FGKIEGKNVF YWFQNHKARE] 
BB1410sidlO |Ll§ES|.§!N S||tVN|§Kl| TVliRK||ER FiA§GDA|^^^^ii|P|S 

151 200 

BB1410SID6 BkRRLTSLD VNVPAAGAAD ATTSQLGVLS LSSPPPSGA. APPS . . PTLG 

BB1410sid8 gERRLTSLD VNVPAAGAAD ATTSQLGVLS LSSPPPSGA. APPS .. PTLG 

BB1410sidl6 |H|l1qKQQS IaYCNC . . FL h||1hp|cQNV fcVHIVCKR. VD|iFIL|NQ 

BB1410sidl8 |pL|QKQQS :|AYCNC . . FL H§|hp|§CQNV IcHyCLQK. 1|fIfy|hq1 

BB1410sid20 |pL.'lKQQT :|ay|nR..FL R§|hp||cQNV AC§|yCLQR. |§f1fy|qq1 

BB1410sidl2 Hx . . QxIgHI . . R . . LL QqIIp'.Ia.. . lllltpJiLH . |1rItV§1r1 

BB1410sidl4 |||. .QKQDSFAYF|r. . LL RR||pl|||i||il||i|YHH . pv|APi||i| 

BB1410SID4 iHillKRRRG ASSl§|Di|s 1r§11|nEEd| R|§ll|QiHD . §bD§DLVLQl 

BB1410sid2 ||QQ§KR 

BBi4i0sid22 |||q|rnn1g IahIIrIIlt t||1f1ccv. ittmdtIkrI 

BB1410sid24 |||q§r|||a SSh||r|||i H| . WTLEt|.r| 

BBi4i0sid25 ^|||fn|t||§tt||||| . .n|vm|||and hyh|llhhh. hgv|mqr|an 

BB1410sidlO Ir|q1qLQA| AAA|§lllis i||lG||§PGH A|l§ll|l|§MF §H§§TYilsI 



2 



Serial No. 09/807,946 

Amendment Dated January 18, 2007 

Reply to Office Action of October 18, 2006 

APPENDIX B - Sequence Analyses showing conserved domains, motifs, amino acids 



201 250 
BB1410SID6 LYAAGNGGGS AVLLDTSSDW GSSGAAMATE TCFLQVGAW RSFLGHCAQF 
BB1410sid8 FYAAGNGGGS AVLLDTSSDW GSSGAAMATE TCFLQVGAW RSFLGHCAQF 

BB1410sidl6 RCLQV 

BBi4i0sidi8 Kvi||§vgi|| r!etg|f|ml ricd|mq.|| hpdy|y||sn |ea||lf|lh 
BBi4i0sid20 kvl§|g§i|| .".'.tg|l|mq rmfd|mq||| hpd.".' . 7.cn |ev||lf|lh 

BB1410sidl2 RP 

BB1410sidl4 §PMf|§Pi§i|§ CNDNgIIRVI YRN§FYlI§P QAPPAN§|§YY y|qPQQQQ|q 

BB1410SID4 pe|kr1|r1y |hhhrlv|c| vrdweqqea 1psw1r|1re vetIelfplk 

BB1410sid2 ---------- - ~~~ - 

BB1410sid22 EWER|.EED |p§ . KKCRS§||FEYLEDQ RE . . EE |RT|ELF:|LH 

BBi4i0sid24 ewer|heed §pykkkcrr|' vfdcleeqnm |spc|q..ee |rt|elf|lh 

BB1410sid25 SVNVKLNQDH h!yHHNK|yP iFNNiNlNHA IsGTlcivfN A|NGYMslHV 

BBi4iOsidio sa|w|p|||c eg|||gdldyg ||ddlfai|r qmgyas||gs g|as|aavah 

251 300 
BB1410SID6 HVRTYELIAA SFHPPVYITV RYGGARPQDY MGVTDTGSSS QW&RFSSSDT 
BB1410sid8 HVRTYELIAA SFHPPVYITV RYGGARPQDY I«3VTDTGSSS QWPRFASSDT 

BB1410sidl6 ~~ ---------- 

BB1410sidl8 PTGIL|ek|| HHSVDVTDKS FV|ljiVD|iG HLGNi||CFNF || 

BBi4i0sid20 ptgilkek|| hqv||||as|s wT.||vd||g hlgn||ffnf f"t|epr|r|~ 

BB1410sidl2 ~~ -'- ---- 

BB1410sidl4 QlTVMYQYlR MEV||iQDKM|it TRl|i|Qi|Q HNGAGQQ1|r AGHPSRElLQ 

BB1410SID4 sygdlIaaek vrsyvrg1|a tseqc|els| fdI1a|rd|| lelIlc1fg| 

BB1410sid2 ~ ~~~ ~ ~ ------- 

BB1410sid22 PEGR 

BB1410sid24 PEGR 

BB1410sid25 YGSME§Dc1m N|NNVGGGWA NMDHHYlSAP YNFFlRlKiL FGLEGHQDlE 
BB1410sidlO |EQQQ||YY|||CQii|SMTVF IN|v§TEVPR g1|dLR|mf|||dVMLVH|t| 

301 350 

BB1410SID6 IMA 

BB1410sid8 IM 

BB1410sidl6 ~~ 

BB1410sidl8 

BB1410sid20 

BB1410sidl2 

BB1410sidl4 |f|pPAHLRA AARQGARRQR Q 

BB1410SID4 

BB1410sid2 

BB1410sid22 

BB1410sid24 

BB1410sid25 EClGDAYLEH RRTLPLFPMH GEDHINGGSG AIWKYGQSEV RPCASLELRL 
BB1410sidlO G|LPVNEYGV LTQSLQMGES YFLVTRGY-- 
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BB1410SID6 ~ 
BB1410sid8 ~ 

BB1410sidl6 ~ 
BB1410sidl8 ~ 
BB1410sid20 ~ 
BB1410sidl2 ~ 
BB1410sidl4 ~ 
BB1410SID4 ~ 
BB1410sid2 ~ 
BB1410sid22 ~ 
BB1410sid24 ~ 
BB1410sid25 N 
BB1410sidlO ~ 



4 



Serial No. 09/807,946 

Amendment Dated January 18, 2007 

Reply to Office Action of October 18, 2006 

APPENDIX B - Sequence Analyses showing conserved domains, motifs, amino acids 



HmmerPfam Results 



Query: BB1410SID6 from: 1 to: 238 

Scores for sequence family classification (score includes all domains) : 
Model Description Score E-value N 



Homeobox Homeobox domain 46.8 5e-10 1 



Parsed for domains : 

Model Domain seq-f seq-t hmm-f hmm-t score E-value 



Homeobox 1/1 28 90 . . 1 57 [] 46.8 5e-10 

Alignments of top-scoring domains: 

Homeobox: domain 1 of 1, from 28 to 90: score 46.8, E = 5e-10 

*->rrkRTtftpeQleeLEkeFqk. . nrYPsreeReeLAkkL . . . .gLte 
+R+t+tpeQ++ L++++ + r Ps+e+++++ ++L+++++++ 
BB1410SID6 28 SGSRWTPTPEQIRMLKELYYGcglRSPSSEQIQRITAMLrqhgKIEG 74 



rqVkvWFQNRRaKwKk<-* 
++V++WFQN++a++++ 
BB1410SID6 75 KNVFYWFQNHKARERQ 90 



Query: BB1410SID8 from: 1 to: 237 

Scores for sequence family classification (score includes all domains) : 
Model Description Score E-value N 



Homeobox Homeobox domain 46.8 5e-10 1 



Parsed for domains : 

Model Domain seq-f seq-t hmm-f hmm-t score E-value 



Homeobox 1/1 28 90 . . 1 57 [] 46.8 5e-10 

Alignments of top-scoring domains: 

Homeobox: domain 1 of 1, from 28 to 90: score 46.8, E = 5e-10 

*->rrkRTtftpeQleeLEkeFqk. .nrYPsreeReeLAkkL. . . .gLte 
+R+t+tpeQ++ L++++ + r Ps+e+++++ ++L+++++++ 
BB1410SID8 28 SGSRWTPTPEQIRMLKELYYGcglRSPSSEQIQRITAMLrqhgKIEG 74 



rqVkvWFQNRRaKwKk<-* 
++V++WFQN++a++++ 
BB1410SID8 75 KNVFYWFQNHKARERQ 90 
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Query: BB1410SID25 from: 1 to: 291 A. thaliani GI 4090200 

Scores for sequence family classification (score includes all domains) : 

Model Description Score E-value N 

Homeobox Homeobox domain 44.3 2.7e-09 1 

RMMBL RNA-metabolising metallo-(3-lactamase -5.2 10 1 

Parsed for domains : 

Model Domain seq-f seq-t hmm-f hmm-t score E-value 

Homeobox 1/1 34 96 . . 1 57 [] 44.3 2.7e-09 

Alignments of top-scoring domains: 

Homeobox: domain 1 of 1, from 34 to 96: score 44.3, E = 2.7e-09 

*->rrkRTtftpeQleeLEkeFqk. . nrYPsreeReeLAkkL . . . .gLte 
+R+t+t+eQ+++L++++ + r P++++++++ ++L++ ++++ 
BB1410SID2 34 TSTRWTPTTEQIKILKELYYNnalRSPTADQIQKITARLrqf gKIEG 80 

rqVkvWFQNRRaKwKk<-* 
++V++WFQN++a++++ 
BB1410SID2 81 KNVFYWFQNHKARERQ 96 
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